Stenotrophomonas maltophilia is an emerging opportunistic pathogen of particular importance owing to its intrinsic multi-drug resistance. Typically found in water, soil, and on plants ( 7) , it is also frequently isolated as a contaminant of medical devices and hospital water sources, faucets, and sinks (3) . S. maltophilia is not usually highly virulent in healthy persons, although it can be a considerable source of morbidity and mortality for immunocompromised and hospitalized patients (7) . The species is also commonly associated with respiratory tract infection in persons with cystic fibrosis (CF) (6) , although the impact on outcomes in this population is unclear (8) .
S. maltophilia was initially classified in the genus Pseudomonas (5) and then
Xanthomonas (12) before being placed into the new genus Stenotrophomonas (10) .
Misidentification of S. maltophilia is not uncommon (1, 3) . A species-specific PCR assay targeting the 23S rRNA gene has been developed as a genotypic method for identification (14) ; however, phenotypic based identification still presents a challenge for the clinical microbiology laboratory. The Ninth Edition of the Manual of Clinical Microbiology describes S. maltophilia as oxidase negative and variable for utilization of lactose and sucrose (9) . In contrast, a considerable minority of S. maltophilia isolates analyzed by the Burkholderia cepacia Research Lab and Repository (BcRLR; University of Michigan, Ann Arbor) have been found to be oxidase positive, and most have been negative for oxidative fermentation of lactose and sucrose. We describe these findings, which should allow for improved phenotypic identification of this species.
Isolates referred to the BcRLR for species identification were evaluated by polyphasic analyses. All strains were grown for 24 h at 32°C aerobically on nonselective Mueller Hinton agar in ambient air. Bacterial DNA was prepared as described previously (11) . A 23S rRNA gene-directed PCR assay was performed as previously described (14) .
Sequencing and analysis of the 16S rRNA gene was also performed as previously described (11) 
